ABSTRACT Aeribacillus pallidus W-12 is a thermophilic bacterium isolated from Dagang oil reservoir sewage in northern China. The genome sequence of this strain reported here may provide insights into genomic characteristics regarding the biodegradation of organosulfur and organic nitrogen compounds under elevated temperature.
Three putative alkanesulfonate monooxygenase genes, 10 putative alcohol dehydrogenase genes, 6 nitroreductase genes, and 1 2-nitropropane dioxygenase gene were identified in the genome of W-12. They were hypothesized to be related to the pathways for biological desulfurization and denitrification. Alkanesulfonate monooxygenase genes are responsible for the degradation of organosulfur compounds (9) , and the 2-nitropropane dioxygenase gene catalyzes oxidative denitrification of nitroalkanes to carbonyl compounds and nitrites (6) . One 3-demethylubiquinone-9 3-methyltransferase gene was also identified in this genome, which may be responsible for the metabolism of aromatics. This strain has potential for biodesulfurization and biodenitrification, which is similar to what is found with the previously reported strain Geobacillus thermoglucosidasius W-2 (6), based on genetic annotation. Moreover, enzymes from thermophiles are active and stable under extreme temperatures, broad pH ranges, and the presence of organic solvents, which may provide many different advantages from an industrial perspective (10) .
Data availability. The raw sequence reads have been submitted to the NCBI SRA under the accession number SRR8510162, and the whole-genome shotgun project of A. pallidus W-12 has been deposited at DDBJ/ENA/GenBank under the accession number QURG00000000. The version described in this paper is version QURG01000000.
